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Disclaimer: 
Identification of commercial assays and/or software is not 
intended to imply recommendation or endorsement by the 

U.S. National Institute of Standards and Technology.

Our mission is to harmonize related efforts across member laboratories: 

► STRidER STR sequence quality control

► STRSeq catalog of sequences

► STRaitRazor bioinformatic freeware

► Forensic STR Sequence Guide

and to characterize additional STR loci present in the genome 

which may be useful for forensic purposes in the future.
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► STRait Razor Agnostic Freeware

The existing architecture of STRidER allows for the implementation of 
nucleotide sequence strings and thus is fully compatible with the QC of 
population data generated by MPS. 

strider.online
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► Forensic STR Sequence Guide
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STR Nomenclature Meeting
Formats for STR Sequences

► Short Designator

► Bracketed Repeat

► Full String
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STR Nomenclature Meeting
Formats for STR Sequences

Bracketed Repeat

► STRNaming from NFI

► Jerry Hoogenboom & Kris van der Gaag

CE11_TATC[8]TGTC[1]TATC[3]AATC[1]ATCT[3]
CE11_TATC[10]AATC[3]ATCT[3]
CE11_TATC[11]AATC[2]ATCT[3]
CE11_TATC[12]AATC[1]ATCT[3]
CE11_TATC[12]AATC[1]ATCT[3]_-24G>A
CE11_TATC[12]AATC[1]ATCT[3]_-25C>T
CE11_TATC[13]ATCT[3]
CE12_TATC[7]TATT[1]TATC[5]AATC[1]ATCT[3]
CE12_TATC[12]AATC[2]ATCT[3]
CE12_TATC[13]AATC[1]ATCT[3]
CE12_TATC[13]AATC[1]ATCT[3]_-24G>A
CE12_TATC[13]AATC[1]ATCT[3]_-25C>T
CE12_TATC[13]AATC[2]ATCT[2]
CE12_TATC[14]ATCT[3]
CE13_TATC[13]AATC[2]ATCT[3]
CE13_TATC[14]AATC[1]ATCT[3]
CE13_TATC[14]AATC[1]ATCT[3]_-24G>A
CE13_TATC[14]AATC[1]ATCT[3]_-25C>T
CE13_TATC[15]AATC[1]ATCT[3]_+9GTCT>-
CE13_TATC[15]ATCT[3]

STR Nomenclature Meeting
Formats for STR Sequences

Full String = Unequivocal Record
Storage method/location is lab-determined

“At this time, forensic DNA databasing software (e.g. CODIS) is generally 
not equipped to store or search STR sequence strings. 

Such databases primarily contain convicted offender samples; therefore, 
enabling STR sequence storage or search capabilities may be of limited 
use until laboratories begin routinely sequencing this sample type. 

In the interim, length based (numerical allele) profiles can be developed 
via STR sequencing assays. 

Analysts confirming interlaboratory matches could compare sequence 
data, when applicable.”

STR Nomenclature Meeting
Defined Coordinates
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Defined Coordinates

Supplementary File - 24 auSTRs

PowerSeq 46GY GeneMarker NGS Range
ForenSeq DNA Signature Prep Kit UAS Flanking Region Report Range
Precision ID GlobalFiler NGS v2 Converge .bed file range

STR Nomenclature Meeting
Forensic Specific Reference

► Advantages

► Elimination of rare SNP alleles 
in STR flanking regions, 
incorporation of known 
insertions

► Stability, the forensic 
community would control 
changes/updates

► Ability to create repeat 
regions most representative 
of worldwide populations, or 
representative of maximal 
complexity

► Disadvantages

► Significant effort would be 
required for curation, 
maintenance, version 
control, and enforcement of 
general use within the 
forensic community

► Duplication of existing 
effort/infrastructure

► Impact on established 
bioinformatic methods

Our mission is to harmonize related efforts across member laboratories: 

► STRidER STR sequence quality control

► STRSeq catalog of sequences

► STRaitRazor bioinformatic freeware

► Forensic STR Sequence Guide

and to characterize additional STR loci present in the genome 

which may be useful for forensic purposes in the future.
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7 Coriell cell lines
► One individual and two trios

► PCR-free prep, HiSeq, PacBio

Analyzing STR regions in GIAB samples
► Any “novel” marker can be characterized

► ISFG Poster targeting ~600 “novel” STRs

STRAND working group
align|name|define

Thank You!
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